. A non-canonical protein sequence alignment of the artiodactyl APOBEC3F proteins and the C-and N-terminal halves of human APOBEC3F. Alignments were done with Clustal W software. BtA3F and OaA3F proteins are 83% identical. BtA3F and OaA3F are 59% and 61% identical to SsA3F, respectively. Asterisks indicate identical amino acids. The conserved, zinc-binding deaminase domains are boxed. As shown, note that the N-terminal halves of the artiodactyl proteins have 72 identical residues with the C-terminal half of human A3F (compare with Figure S2 ).
. A canonical protein sequence alignment of the artiodactyl APOBEC3F proteins and human APOBEC3F. The alignment parameters were similar to those used in Figure S1 . As shown, note that the N-terminal halves of the artiodactyl proteins have only 63 identical residues with the N-terminal half of human A3F (compare with Figure S1 ). Figure S3 . Tables summarizing the types of base substitution mutations observed in HIV-GFP. The total number of bases sequenced and the overall percentages of G -> A transitions are indicated below each profile. All mutations are designated using the conventional plus-strand nomenclature. All of the non-mutant APOBEC3 proteins analyzed were able to trigger extensive strand-specific G/C -> T/A hypermutations. Figure S4 . Local DNA cytosine deamination preferences. A comparison of the extended local sequence preferences observed in the minus strand of HIV-GFP produced in the presence of HsA3G, HsA3F, artiodactyl APOBEC3F proteins, MmA3 or the indicated E -> Q catalytic mutants. The total number of C -> T transition mutations that were detected is indicated.
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